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RESULT 3 
AAB19727 

ID AAB19727 standard; protein; 842 AA. 
XX 

AC AAB19727; 
XX 

DT 19-FEB-2001 (first entry) 
XX 

DE Human SECX Clone 4324229-2 encoded protein. 
XX 

KW SECX; human; diagnosis; therapy; surface adhesion protein; antitumour; 

KW neurological disorder; developmental disorder. 

XX 

OS Homo sapiens . 

PN WO200061754-A2 . 
XX 

PD 19-OCT-2000. 
XX 

PF 07-APR-2000; 2000WO-US009392 . 
XX 

PR 09-APR-1999; 9 9US- 012 8514P . 

PR 03-MAR-2000; 2000US- 0186 592P . 

PR 06-APR-2000; 2000US- 00544511 . -^te^ 

XX 

PA (CURA-) CURAGEN CORP. 
XX 

PI Fernandez E, Vernet C, Shimkets R; 
XX 

DR WPI; 2000-679487/66. 

DR N-PSDB; AAA88796. 
XX 

PT SECX polypeptides and the nucleic acids that encode them, useful for 

PT diagnosing, preventing and treating e.g. cancers, inflammation, arthritis 

PT and immunological disorders. 

XX 

PS Claim 1; Fig 8; 143pp; English. 
XX 

CC The present sequence is that of surface adhesion protein-like variant 

CC encoded by SECX Clone 4324229-2 (see AAA88796). High expression was 

CC detected in the lung. The invention provides novel SECX polynucleotides 

CC (see AAA88789-804 ) and the secreted or membrane-associated proteins 

CC encoded by them (see AAB1972 0-34 ) . SECX polynucleotides, polypeptides and 

CC antibodies can be used in the detection, diagnosis and treatment 

CC (including gene therapy) of a broad range of pathological states. 

CC Therapeutic indications for targeting 4324299 include selected lung, 

CC breast and ovarian carcinomas. 4324299 has similarity to human limbic 

CC system associated membrane protein (LAMP) and may therefore be important 

CC in nerve growth and differentiation, epilepsy, Alzheimer's disease and 

CC schizophrenia. It also shows similarity to portions of human Down 

CC syndrome-cell adhesion molecule (DS-CAM2), and may therefore be useful in 

CC the detection, diagnosis and therapy of developmental and neurological 

CC abnormalities such as Down syndrome, mental retardation, 

CC holoprosencephaly , agenesis of the corpus callosum and schizencephaly 

XX 

SQ Sequence 842 AA; 



Query Match 98.3%; Score 1292; DB 3; Length 842; 

Best Local Similarity 99.6%; Pred. No. 1.3e-112; 

Matches 242; Conservative 1; Mismatches 0; Indels 0; Gaps 0 
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